Supplementary material
Suppl. Figure S1 . Comparison of predicted transcripts with microarray data.
(a) For each predicted terminator four segments, 100, 200, 300 and 400 nt long, located directly 5' of the terminator were analyzed for their mean normalized expression based on the microarray results. The values of these segments were cumulatively binned, i.e. when looking at expression value 2 it gives the sum of all segments with a predicted terminator and an expression value >=2. The same analysis was performed for randomly chosen 100 nt segments (BG(100)) as a negative control set. Transcriptional terminators were predicted in antisense orientation to the genes uvrA, dnaX and accA but asRNAs were not detected during the autosegmentation of transcript regions based on the microarray results. Individual Northern hybridizations, however, did confirm the presence of asRNAs to these three genes and their 5' ends were mapped to sites preceded by possible -10 elements with reasonable scores according to an analysis of cyanobacterial promoters (Vogel et al, 2003) . 
